The quorum-quenching N-acyl homoserine lactone acylase PvdQ is an Ntn-hydrolase with an unusual substrate-binding pocket.
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Fig. S1. Multiple sequence of alignment of PvdQ from Pseudomonas aeruginosa PA01 with PvdQ-like AHL-acylases from other Pseudomonas species, aculeacin acylase from Actinoplanes utahensis and penicillin V acylase from Streptomyces mobaraensis. Residue numbering is according to PvdQ. The secondary structure of PvdQ is shown at the top, helices in red, β-strands in blue. The conserved cysteines are indicated in bold red, the disulfide bridges are numbered in green below the sequence. The residues that form the substrate binding site (L) are indicated in bold orange while the catalytic residues are indicated in bold green: N-terminal nucleophile (*), the nucleophile activating residue (A) and the oxyanion hole residues (O). Residues in the α-chain between brackets (<>) were visible in the electron density. The conserved Argβ297 is indicated in blue. 
